Chlorhexidine phenotypic susceptibility: A two-fold dilution series (to give final concentrations of 32 to 0.5 mg/L) of chlorhexidine digluconate (Sigma 20% aqueous solution) was inoculated in 100 µL volumes in a 96-well plate, along with a 100 µL suspension of Staphylococcus capitis from an overnight blood agar culture adjusted to give a final inoculum of 5 x 10 5 cfu/mL. The MIC was defined as the lowest chlorhexidine concentration that inhibited visible growth after 24 h incubation. To determine the MBC, 10 µL from each well showing no visible growth was plated on to non-selective Mueller-Hinton agar and the MBC defined as the lowest concentration from which no colonies grew after 48 h incubation. All MIC and MBC testing was performed in triplicate.
investigated using hierarchical Bayesian analysis with hierBAPS (14), with a concatenated alignment of core SNPs as input and allowing for up to 20 clusters with a maximum of 10 possible levels (i.e., subgroups within the clusters). Using TempEst (15) no temporal signal was detected based on the correlation between root-to-tip distances and isolation dates for all tips in the phylogeny; therefore, we did not proceed with dating the phylogeny.
Biofilm assessment: Overnight cultures of S. capitis grown in tryptic soy broth (TSB) were diluted 1 in 100 in TSB broth supplemented with 4% (w/v) NaCl, and 100 μL aliquots were subsequently grown in a 96-well microtitre tray (Corning Inc, USA). The tray was incubated statically overnight at 37 °C. Each well was then washed four times with 200 μL of phosphate buffer saline (PBS) and stained with 150 μL of 0.1% (v/v) crystal violet for 15 min. The crystal violet solution was then removed and the wells washed an additional three times with PBS before being allowed to air dry overnight. Biofilm-associated crystal violet was solubilized using 100% ethanol and the OD590 determined using an Ensight multimode plate reader (PerkinElmer). 
Supplementary Figure 1. Recombination blocks identified in S. capitis isolates.
Gubbins (9) was using to identify recombination blocks, using the core full alignment as 
